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An isolated polynucleotide comprising the nucleotide sequence that 
encodes a^rotein-having-the-following-amino-acid sequence: 



10- 



20 



Met-Arg-Ser-Arg-Leu-Asp-Thr-Glu- 
Glu-Glu-Met-Lys-Leu-Val-Asp-Ser- 
Phe-Thr-Ile-Leu-Gln-Gly-Pro-Pro- 
Arg-Gly-Ser-Gln-Gly-Pro-Pro-Gly- 
y = G1 u^ty s^Gly = Gl"U^Pr o^Gl y ^Pr cr 
^-Pr^rlle-Gly-Pro-Ala-Gly-Pro-Pro- 
Lys-G\y-Ser-Gln-Gly-Pro~Lys-Gly- 



Hny-Pro\Gln-Gly-^-Ser-Gly-Asp- 
-Ly s-G 1 u-G ry-^eu-Pr o-G l^-Pr o-G 1 n- 
-G 1 n-G 1 y-Tl^-\a l^^Glru^Pro-Gly 
-Gly-Leu-^ro-GlyVVal-Pro-Gl>rMet 
-Pro-Pro4Gly-Pro-sV-Gly-A>^i-Val 
-Pro-Thr+P ro-Aj^Pro^^u-Asp-Asn- 
-Phe-Thr-Xlsp-Lys-Cys-TyrXTyr-Phe- 



25 



;p-Lys-Cys-Tyr 
-Asp-Ala~Lys-Leu~Phe-Cys-Gl\i-Asp 
- A s n~Thr ™ Ar g-G 1 u-G 1 u-G 1 n-G 1 n- M-p 
-Glu-Ser~His-Trp-Ile-Gly-Leu-Th 
-Lys-Trp-Leu-Asp-Gly-Thr-Ser-Pro 
-Gln-Pro~Asp-Asn-Trp-Gly-His-Gly 
-Gly-Leu-Ile-Tyr-Ala-Gly-Gln-Trp 
-Asn-Asn-Phe-Ile-Cys-Glu-Lys-Asp 
-Leu (SEQ ID NO:2, 206-547). 



Val-Ala-Asn- 
Lys-His-Gly- 
Gly-Pro-Arg- 
Pro-Thr-Gly- 
Pro^GlT = Prcr=^ 
Gly-Glu-Arg- 
Ser-Arg-Gly- 
Pro-Gly-Pro- 
Gly-Pro-Pro- 
Val-Pro-Gly~ 
Pro-Gly-Pro- 
Val-Pro-Leu- 
Gly-Cys-Pro- 
Ser-Val-Glu- 
Lys-Ser-Ser- 
■Ile-Lys-Lys- 
Asp-Ser-Glu- 
-A§p-Tyr~Lys~ 
HisNGly-Pro- 
Asn-A^R-Phe- 
Arg-Glu-Tshr- 



An isolated polynucleotide comprising the nucleotide sequence^ that 



WO 00/11161 



PCT/JP99/04552 



49 



icodes a protein having the following amino acid sequence: 



Met\Lys-Leu-Val~Asp 
Ile-L^-Gln-Gly-Pro 
Ser-Gln-^jly-Pro-Pro 
Lys-Gly-GlVpro-Gly 
Gly-Pro-Ala-Oly-Pro 
Ser-Gln-Gly-Pro\Lys 
Gln-Gly-Pro-Ser-G 
Gly-Leu-Pro-Gly-Pro- 
Thr-Val-Gly-Glu-Pro- 
Pr o-G 1 y-Va 1 -Pr o-G 1 y- 
Gl y-Pro-Ser-Gl y-Al a- 
Pro-Ala-Pro-Glu-Asp- 
Asp-Lys-Cys-Tyr-Tyr- 
Lys-Leu-Phe-Cys-Glu- 
Arg-Glu-Glu-Gln-Gln- 
His-Trp-Ile-Gly-Leu- 
Leu-Asp-Gly-Thr-Ser- 
Asp-Asn-Trp-Gly-His- 
Ile-Tyr-Ala-Gly-Gln- 
Phe-Ile-Cys-Glu-Lys 
O: 2, 2 29-547). 



Ser-Lys-His-Gly-Gln 
Pro-Gly-Pro-Arg-Gly 
Gly-Pro-Thr-Gly-Asn 
Pr o-Pr o-G 1 y-Pr o-A 1 a 
Pro-Gly-Glu-Arg-Gly 
Gly-Ser-Arg-Gly-Ser 
Asp-Pro-Gly-Pro-Pro 
ln-Gly-Pro-Pro-Gly 
Gl\-Val-Prq^eiy-Pro-Ar 
Met- 
Val- 
Asn-Gly 
Phe 



Leu-Ile-Lys-Asn-Phe-Thr- 
Pro-Ar g-Gl y-Asp-Ar g-G 1 y- 
Lys-Gly-Gln-Lys-Gly-Glu- 
Gly-Glu-Arg-Gly-Pro-Ile- 
Gly-Lys-Gly-Ser-Lys-Gly- 
Pro-Gly-Lys-Pro-Gly-Pro- 
Gly-Pro-Pro-Gly-Lys-Glu- 



-Gly-Pro-Lys- 




Phe-Gln-Gly-Leu-Gln-Gly- 
-Gly-Leu-Pro-Gly-Leu- 
y-Pro-Pro-Gly-Pro-Pro- 
Leu-Gln-Asn-Glu-Pro-Thr- 
Hi^rTrp-Lys-Asn-Phe-Thr- 
Glu-II^-Phe-Glu-Asp-Ala- 
-Phe-Ile-Asn-Thr- 
t-Val-Gly-Arg-Glu-Ser- 
-Asn-Glu-Trp-Lys-Trp- 
Ala-Gly-Gln-Pro- 
Cys-Ala-Gly-Leu- 
Cys-Glu-AHp-Val-Asn-Asn- 
-Leu-Ser-Ser\Ala-Leu (SEQ ID N 



3. The polynucleotide according to claim 2, wherein saici protein furt 
her comprises the following amino acid sequence upstream of the first methioni 
ne residue (SEQ ID NO:2, 229): \ 
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Met-Glu-Glu (SEQ ID NO: 2, 226-228); or 

M^t-Arg-Ser-Arg-Leu-Asp-Thr-GIu-Val-Ala-Asn-Leu-Ser-Val-Ile-Met-Glu-Glu (SEQ 
D M): 2, 211-228). ....... 

4. \ The polynucleotide according to claim 2, wherein said protein furt 
her comprisesXthe following amino acid sequence upstream of the first methioni 
ne residue (SEoXlD NO:2, 229): 

Met--Gl-u-Asn--I4-e^ _ 

Asp-Leu-Gln-Asp-Leu\His-Lys-Asp-Ala-Glu-Asn-Arg-Thr-Ala-Ile-Lys- 

Phe-Asn-Gln-Leu-Glu-G\i-Arg-Phe-Gjji^Leu^^-Glu-Thr-Asp-Ile-Val- 

Asn-1 1 e-1 1 e-Ser-Asn-1 1 e-^Sep^fyr-Thr-Al a-Hi s4H i s-Leu-Arg-Thr-Leu- 

Thr-Ser-Asn-Leu-Asn-GMi-VaVArg-Thr-Thr-p^s-Thr-Asp-Thr-Leu-Thr- 

Lys-His-Thr-Asp-Asp-Leu-Thr-^r-Leu^Asn-Asn-Thr-Leu-Ala-Asn-Ile- 

Arg-Leu-Asp-Ser-Val-Ser-lleu-<A^gX^ 

Arg-Leu-Asp-Thr-Glu-Val-AUa-Asn-l\u-Ser-Val-Ile4let-Glu-Glu (SEQ ID N 

O: 102-228); \ \ S 

Met-Asn-Ser-Gln-Leu-Asn-SerVPhe-Thr-GLy^Gki-Met-Glu-Asn-Ile-Thr- 

Thr-Ile-Ser-Gln-Ala'^A^ni^Jjj^irn^sn-Leu-Lys-Asp-Leu-Gln-Asp-Leu- 

His-Lys-Asp-Ala-Glu-Asn-Arg-Thr-Ala-Ile-Lys-^Rhe-Asn-Gln-Leu-Glu- 

Glu-Arg-Phe-Gln-Leu-Phe-Glu-Thr-Asp-Ile-Val-AsVlle-Ile-Ser-Asn- 

Ile-Ser-Tyr-Thr-Ala-His-His-Leu-Arg-Thr-Leu-Thr-Ster-Asn-Leu-Asn- 

Glu-Val-Arg-Thr-Thr-Cys-Thr-Asp-Thr-Leu-Thr-Lys-HisVThr-Asp-Asp- 

Leu-Thr-Ser-Leu-Asn-Asn-Thr-Leu-Ala-Asn-Ile-Arg-Leu-Alsp-Ser-Val- 

Ser-Leu-Arg-Met-Gln-Gln-Asp-Leu-Met-Arg-Ser-Arg-Leu-AspVrhr-Glu- 

Val-Ala-Asn-Leu-Ser-Val-Ile-Met-Glu-Glu (SEQ ID NO: 2, 9l\r228); 

Met-Asn-Leu-Asn-Asn-Leu-Asn-Leu-Thr-Gln-Val-Gln-Gln-Arg-AsnNLeu- 
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Gln-Ala-Ile-Gln- 
■Phe-Leu-Gln-Ala- 
Ser-Leu-Gln-Thr- 
Asn-Asp-Thr-Leu- 
Gln-Met-Glu-Asn- 
Lys-Asp-Leu-Gln- 
Lys-Phe-Asn-Gln- 
Yal-Asii-Uerlle™_ 
Leu-Thr-Ser-Asn- 
Thr-Lys-His-Thr- 
I le-Arg-Leu-Asp- 
Ser-Arg-Leu-Asp- 
(SEQ ID NO: 2, 9-228); 
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\Thr-Leu-Ala-Asn-Ile-Arg-Leu-Asp-Ser-Val-Ser-Leu-Arg-Met-Gln-Gln- 
Asp-Leu-Met-Arg-Ser-Arg-Leu-Asp-Thr-Glu-Val-Ala-Asn-Leu-Ser-Val- 
Ile-\et-Glu-Glu (SEQ ID NO: % 1-228). 



5. \ An isolated polynucleotide comprising a nucleotide sequence having 
the following iiucleotide sequence: 

atgcaacaag atttxgatgag gtcgaggtta gacactgaag tagccaactt atcagtgatt 



"H^ga-gg^ 



cag Vgcaccgttg gggagcct 



tggggta cc\ggcatgc ca 



a-tg-gaagaaa- tgaagc*tag-t agactcGaag cat gg-t cage 
ctacaaggtc caccgggcc^; caggggtcca agaggtgaca 
ggcccaactg gcaacaaggg \cagaaagga gagaaggggg 
gcgggtgaga gaggeccaat tgg^ccagct ggtccccccg 
tctaaaggct cccagggccc caaag^tcc cgtggttccc 
ggccccagtg gggacccagg ccccccgg' 
cagggccctc ctggcttcca ggga 
cctcggggac tgecaggett g 

ggccctcctg gcccatcagg agcggtggtg cccc£ggfeee 
geaceggagg acaatggctg cccgcctcaij tggaaga 
ttttcagttg agaaagaaat ttttgaggat Vcaaagcttt 
catcttgttt tcataaacac tagagaggaa c^gcaatgga 
agagagagee actggategg cctcacagac teagagegtg 
gatgggacat ctccagacta caaaaattgg aaagctggac 
ggccatgggc caggagaaga ctgtgctggg ttgatttatg 
caatgtgaag aegtcaataa ettcatttge gaaaaagaca 
gcatta (SEQ ID NO: 1, 670-1695). 



t c at c a a g a a. t-t-t-t a c a a.t a_ 
gaggatccca gggaccccct 
agcctggacc acctggccct 
gagagcgtgg eggcaaagga 
ctgggaagcc cggccctcag 
t ccccggccct 
'g ggtgcctgga 
cccaa gggccccccc 



-tgcagaatga gccaaccccg 



ct tcacagacaa atgetactat 

! 

.tctgtgaag^ caagtcttca 
jtiW^aaaca gatggtaggg 
aaaatWttg gaagtggctg 
ageeggat^a ctggggtcat 
ctgggcagtg g&acgatttc 
gggagacagt actgt^atct 



6. 



An isolated polynucleotide comprising a nucleotide sequence having 
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ctcatcaaga 
agaggatccc 
gagcctggac 
ggagagcgtg 
cctgggaagc 
aaagagggac 
.ggggagecig. 
ccaggcccca 
ctgcagaatg 



the following nucleotide sequence: 
atgaagctag tagactccaa gcatggtcag 
ccac'cgta'c'c ccaggggtcc aagaggtgac 
ggcaacaagk gacagaaagg agagaagggg 
agaggcccaa M:ggaccagc tggtcccccc 
tcccagggcc ccaaaggctc ccgtggttcc 
ggggacccag gccccfccggg cccaccaggc 
c ct ggct t c c- agggac t\c a^gggca.c c g.ti_ 
ctgccaggct tgcctggggtVaccaggcatg 
ggcccatcag gagcggtggt gb^cctggcc 
gacaatggct gcccgcctca ctg§ 
gagaaagaaa tttttgagga tgcj 
ttcataaaca ctagagagga 
cactggatcg gcctcacaga ctcagagcgt 
tctccagact acaaaaattg gaaagc 
ccaggagaag actgtgctgg gttgatttat 
gacgtcaata acttcatttg cgaaaaag< 
(SEQ ID NO: 1, 739-1695). 



7. The polynucleotide according to claim 6 further comprises the following 
nucleotide sequence 5' upstream of said nucleotide sequence: 
atggaagaa (SEQ ID NO: 1, 730-738); or 

atgaggtcga ggttagacac tgaagtagcc aacttatcag tgattatgga agaa\(SEQ ID NO: 1, 
685-738). 




attttacaat 
agggaccccc 
cacctggccc 
gcggcaaagg 
ccggccctca 
tccccggccc 
.gggig.c_ct.gg_ 
agggcccccc 
agccaacccc 
ta 
tc 

ggtagg 

ggaagtggct 



The polynucleotide according to claim 6 further comprises the following 
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15^ 



20 



25 



lucleotide sequence 5' upstream of said nucleotide sequence: 
atggagaaca tcaccactat ctctcaagcc aacgagcaga acctgaaaga 
ttacaoaaag atgcagagaa tagaacagcc atcaagttca accaactgga 
cagctct'tW agacggatat tgtgaacatc attagcaata tcagttacac 
ctgcggacgc pgaccagcaa tctaaatgaa gtcaggacca cttgcacaga 
aaacacacag atgatctgac ctccttgaat aataccctgg ccaacatccg 
gtttctctca ggatgcaaca agatttgatg aggtcgaggt tagacactga 
-t-ta-tca-g-tga- -ttatgga£^a-a-(SEQ-ID^^ 
atgaacagcc agctcaactcNattcacaggt cagatggaga acatcaccac 
gccaacgagc agaacctgaa a^acctgCxt^gScttacaca aag^tgcaga 
gccatcaagt tcaaccaaci^ggagteaacgc ttccagctct ttga-gacgga 
atcattagca ata"£<5agtta cacagc&cac cacctgcgga'cgctgaccag 
gaagtcagga cca'cttgcac agataccct^t ^a<Tcaaacaca cagatgatct 
aataataccc tggccaacat cc^ttl^^lVfctgtttctc tcagga^t^gca 
atgaggtcga ggttagacac tgabgtagcc a^cttatcag tgattatgg^ 
1, 325-738); 

atgaacctca acaacctgaa cctgac\ccag gtgcag££.ga""~ ggaacctcat 
cagcggtctg tggatgacaG-aagetraggct atccagcg^a tcaagaacga 
ctgcagcagg tttttcttca agccaagaag gacacggatt Vgctgaagga 
agcttgcaga cgctggctgc caacaactct gcgttggcca aagccaacaa 
gaggatatga acagccagct caactcattc acaggtcaga tggagaacat 
tctcaagcca acgagcagaa cctgaaagac ctgcaggact tacacaac 
agaacagcca tcaagttcaa ccaactggag gaacgcttcc agctctttga^ 
gtgaacatca ttagcaatat cagttacaca gcccaccacc tgcggacgct 
ctaaatgaag tcaggaccac ttgcacagat acccttacca aacacacaga 
tccttgaata ataccctggc caacatccgt ttggattctg tttctctcag 



cctgcaggac 
ggaacgctt-c 
agcccaccac 
tacccttacc 
tttggattct 
agtagccaac 

tatctctcaa 
gaatagaaca 
tattgtgaac 
caatctaaat 
gacctccttg 
acaagatttg 
agaa (SEQ ID NO: 



ktctgacc 
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\gatttgatga ggtcgaggtt 
A NO: 1, 79-738); 
atgtattctc ataatgtggt 
cagaggaacc tcatcacgaa 
cgaatcaWa acgactttca 
gattggctgk aggagaaagt 
gccaaagcca afcaacgacac 
cagat ggaga -a c a a c c a c 
gacttacaca aagatgfcaga 
ttccagctct ttgagacg 
cacctgcgga cgctgaccag 
accaaacaca cagat 
tctgtttctc tc 
aacttatcag tgattatgga 
gtcacgaatc tgcagcaaga 
tctcataatg tggtcatcat 
aacctcatca cgaatctgca 
aagaacgact ttcaaaatct 
ctgaaggaga aagtgcagag 
gccaacaacg acaccctgga 
gagaacatca ccactatctc 
cacaaagatg cagagaatag 
ctctttgaga cggatattgt 
cggacgctga ccagcaatct 
cacacagatg atctgacctc 
tctctcagga tgcaacaaga 



agacactgaa gtagccaact tatcagtgat tatggaagaa (SEQ I 



ctcaacaacc 
tctgtggatg 
caggtttttc 
cagacgctgg 
atgaacagcc 
-gccaacgagC- 
gccatcaagt 
atcattagca 



ct gacC 
ggatgca acaagat 



gaagtcagga 
aataataccc 
atgaggtcga 
, 55 



ID 



tgaacctgac 
acacaagcca 
ttcaagccaa 
ctgccaacaa 
agctcaactc 
agaacctgaa 
tcaaccaact 
atatcagtta 
ccacttgbac 
tggccaacat 
tagacac 
•738); or 



?gtg 



mccagggca 


atctgcagaa 


cca&atgtat 


aacatgaacc 


tgacccaggt 


gcajgcagagg 


gatgaca^aa 


gccaggct^T 


ccagcgaatc 


tttcttc^a^r 


ccaagaagga 


cacggattgg 


dtggctgcca 


aoaactctgc 


gttggccaaa 


agccagctca 


actc&ttcac 


aggtcagatg 


gagcagaacc 


tgaaagacct 


gcaggactta 


aagttcaacc 


aactggaggk 


acgcttccag 


agcaatatca 


gttacacagc 


ccaccacctg 


aggaccactt 


gcacagatac 


cctWccaaa 


accctggcca 


acatccgttt 


ggattdstgtt 


tcgaggttag 


acactgaagt 


agccaact^ta 
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t\agtgatta tggaagaa (SEQ ID NO: 1, 1-738). 

The polynucleotide according to any one of claims 5 to 8 further co 
following nucleotide sequence 3 5 downstream of said nucleotide sequen 




rgatgggatc acatgagcaa attttcagct ctcaaaggca aaggacactc 
gcatcacctt ctcatcagat tgaaaaaaaa aaaagcactg aaaaccaatt 
aa.t_tgafcag.c _tag.t.g.t_t_tt.t.. tae.cat.cc.gjt_ _c.ati.a.ccca5__a.gac.ttggga__ 
tccccagggv^gatatgctga ttttcattgt gcacatggac tgaatcacat 
ccgtcagtaa ocgtgcgatt atacaaatta tgtcttccaa agtatggaac 
gaaaaaggtt atc\tcccg (SEQ ID NO: 1, 1696-2024). 

10. An isolated polynucleotide encoding a novel coUfectin, which can hybridize 
under a stringent condition with a jstfobe that is an amplification product from PCR 
reaction performed using primers Kaving^he following^fuicleotide sequences: 
caatctgatgagaaggtgatg(SEQ ID NO\4) 
acgaggggctggatgggacattfSEQ ID NO^SV 



11. A polynucleotidelwhich can hybrfdize under a stringent condition with any 
one of the polynucleotide ac&oraing to any one of claims 1 to 10, wherein the protein 
encoded by said polynucleotide is a novel collectin wdiich c<miprises: (1) Ca 2+ -dependent 
carbohydrate recognition domain\l|CRD) 3 and (2) cgtUagdfi-like region. 



25 



12. The polynucleotide according to any one o\ claims 1 to 11, wherein said 
polynucleotide is cDNA. 



li. A novel conectin comprising the amino acid sequence encoded by the 
polynucleotide according to any one of claims 5 to 12. 



30 



14. A novel collectin com^nsing\he amino acid sequence: 
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Gln-Asp-Leu- 
Val-Ile-Met- 
Ile-Lys-Asn- 
Arg-Gly-Asp- 
ly-Gln-Lys- 
GluvArg-Gly- 
Lys-GLy-Ser- 



Se£=p£o— Gl y~Ly sr-Pro- 1 
-Pro-Pro-Gl 
-Gln-Gly-Leu 
-Gly-Leu-Pro 
-Pro-Pra^Gly 



57 

Met-Arg-Ser-Arg-Leu-Asp-Thr-Glu-Val- 
Glu-Glu-Met-Lys-Leu-Val-Asp-Ser-Lys- 
■Phe-Thr-Ile-Leu-Gln-Gly-Pro-Pro-Gly- 
Arg-G 1 y-Ser-Gl n-G 1 y-Pr o-Pr o-G 1 y-Pr o- 
Gly-Glu-Lys-Gly-Glu-Pro-Gly-Pro-Pro- 
Pro-Ile-Gly-Pro-Ala-Gly-Pro-Pro-Gly- 
Lys-Gly-Ser-Gln-Gly-Pro-Lys-Gly-Ser- 
:Gly-Rro-Glnr:Gly-Pro = Ser-Gly-AspTRrQ: 
Ly s-G 1 u-G 1 y-Leu-Pr o-G 1 y-Pr o-G 1 n-G 1 y- 



-Gln-Asn-Glu 



y\Leu-Pr o-G 1 y- Va 1 -Pr 076 1 y-Me t-Pr o- 
-Pro-P^o-Gly-Pro-S^r^Gly-Ala-Val-Val 
-Pr o-Thr -^Pr 07AX a-Pr o-G 1 u- Asp-Asn-G 1 y ■ 
Phe-Thr-AsprLys-Cys-Tyr-Tyr-Phe-Ser 
Asp-A 1 a^-Ly s-Dsu-Phe-Cy s-G 1 u~Asp~Ly s- 
A sn-Thr-Ar g~G 1 u*NjJ 1 u-G 1 n-G 1 n-Jxtf^f 1 e 
G 1 u-S er~H i ^-Tr p - IjV-GTy-Leu-Thr-Asp- 
Lys-Tip^fc^u-\Asp-Gly-'njr~Ser-Pro-Asp- 
Ol^Gln-Pro-Asp-Asn-Trp-Gly^His-Gly-His- 
G 1 y-Le u- 1 1 e-Ty r~A 1 a-G 1 y-G ki-Tr p~As n- 
Asn-Asn-Phe-Ile-Cys-Glu-Lys-^sp-Arg 
Leu (SEQ ID NO: 2, 206-547), 



Ala-Asn- 
His-Gly- 
Pro-Arg- 
■Thr-Gly- 
Gly-Pro- 
Glu-Arg- 
■Arg-Gly- 
-Gly-Pro- 
Pro-Pro- 
Pro-Gly- 
■Gly-Pro- 
Pro-Leu- 
-Cys-Pro- 
A^J-Glu- 
er-Ser- 
■LysHLys- 
Ser-Glu- 
Tyr-Lys- 
Gly-Pro- 
Asp-Phe- 
Glu-Thr- 
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15. A novel collectin comprising the amino acick sequence: 
Met-Lys-Leu-Val-Asp-Ser-Lys-His-Gly-Gln-Leu-Ile-Lys-Asn-Phe-Thr- 
Ile-Leu-Gln-Gly-Pro-Pro-Gly-Pro-Arg-Gly-Pro-Arg-Gly-Asp-Arg\Gly- 
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Ser-Gln-Gly 
LyV-Gly-Glu 
Gly-Wo-A-l-a 
Ser-GlVdy 
Gln-Gly-Pro 
Gly-Leu-Pr 
Thr-Val-Gly 
ProzGlvrYal: 
Gly-Pro-Ser 
Pro-Ala-Pro 
Asp-Lys-Cys- 
Lys-Leu-Phe- 
Arg-Glu-Glu 
His-Trp-Ile 
Leu-Asp-Gly 
Asp-Asn-Trp 
Ile-Tyr-Ala 
Phe-Ile-Cys 
229-547). 

16. The novel collectin according to, claim 15, wherein said novel collectin 
further comprises the following amino acid sequence upstream of the first methionine 
residue (SEQ ID NO: 2, 229): 
Met-Glu-Glu (SEQ ID NO: 2, 226-228); or 

Met-Arg-Ser-Arg-Leu-Asp-Thr-Glu-Val-Ala-Asn-Leu-Ser^-Val-Ile-Met-Glu-Glu (SE 
Q ID NO: 2, 211-228). 



Pro-Pro-Gl y-Pro-Thr- 
Pro-Gl y-Pro-Pro-Gly- 
G 1 y-Pro-Pro-Gl y-Glu- 
Pro-Lys-Gly-Ser-Arg- 
Ser-G 1 y-Asp-Pro-G 1 y- 
Gl y-Pro-Gl n-G ly-Pro- 
u-Pro-Gly-Val-Pro- 
Gly-Met-Pro-Gly- 
Gly-Aia-Val-Val-Pro- 
Glu-AspVAsn-Gly 
■Tyr-Tyr-PI 
Cys-Glu- 

Gln-GlrZ-Trp-He-Lys 



Gly-Gln-Trp-A 

\ 

-Glu-Lys-AspT. 



G 1 y-As n-Ly s~G 1 y-G 1 n~Ly s-G 1 y-G 1 u- 
Pro-Ala-Gly-Glu-Arg-Gly-Pro-Ile- 
■Arg-Gly~Gly-Lys-Gly-Ser-Lys-Gly- — 
Gly-Ser-Pro-Gly-Lys-Pro-Gly-Pro- 
Pr o-Pr o-G 1 y-Pr o-Pr o~G 1 y-Ly s-G 1 u- 
Pro-Gly-Phe-Gln-Gly-Leu-Gln-Gly- 
Gly-Pro-Arg-Gly-Leu-Pro-Gly-Leu- 
■Pr p^Lys-G 1 y-Pro-Pr qjG rl ^y^Pro-Pro- 
■Leu-^^rl^n^ln-Asn-Glu-Pro-Thr- 
-Trp-Lys-Asn-Phe-Thr- 
-G2u-Ile-Phe-Glu-Asp-Ala- 
is-Leu-Val-Phe-Ile-Asn-Thr- 
^s-Gln-Met-Val-Gly-Arg-Glu-Ser- 
1 u-Trp-Ly s~Tr p- 
a-G 1 y-G 1 n-Pr o- 
i~Cys~Ala-Gly-Leu- 
,^6ys-Glu-Asp-Val-Asn-Asn- 
Val-Leu-Ser-Ser-Ala-Leu (SEQ ID NO: 2, 
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\17. The novel collectin according to claim 15, wherein said novel collectin 
further Comprises the following amino acid sequence upstream of the first methionine 
residue (SE» ID NO: 2, 229): 

Met-Glu-Asn-^Ile-Thr-Thr-Ile-Ser-Gln-Ala-Asn-Glu-Gln-Asn-Leu-Lys- 
Asp-Leu-Gln-Asp-Leu-His-Lys-Asp-Ala-Glu-Asn-Arg-Thr-Ala-Ile-Lys- 
Phe-Asn-Gln-Leu-^u-Glu-Arg-Phe-Gln-Leu-Phe-Glu-Thr-Asp-Ile-Val- 
Asn-I le-I le-Ser-Asnr I le-Ser-Tyr-Thr-Ala-Hi s~Hi s-Leu-Arg-Thr-Leu- 
Thr-Ser-Asn-Leu-Asn-Giu-Val-Arg-Thr-Thr-Cys-Thr-Asp-Thr-Leu-Thr- 
Lys-His-Thr-Asp-Asp-Leu^hr-Ser-Leu-Asn-Asn-fhr-Leu-Ala-Asn 
Arg-Leu-Asp-Ser-Val-Ser-Leu-Arg-Met-Gln-Gln-Asp-Leu-Met-Arg-Ser- 
Arg^Leu-Asp-ThrKJlu-Val-Al^ (SEQ ID NO: 2, 

102-228); 

Met-Asn-Ser-Gln-Leu-Asn-Ser-^^ 

Thr-Ile-Ser-Gln-Ala-Asn-GlurGln-AsnrLeLP^Lys-Asp-Leu-Gln-Asp-Leu- 
His-Lys-Asp-Ala-Glu-Asn-ArgrThr-Ala-ISLe-Lys-Phe-Asn-Glr^-Leu-Glu- 



Glu-Arg-Phe-Gln-Leu-Phe-Glu- 
1 1 e-S er-Ty r-Thr-A 1 a-H i s-H i s-Lej 
G 1 u-Va 1 - Ar g-Thr-Thr-Cy s-Thr-Asp- 
Leu-Thr-Ser~Leu-Asn-As; 



-Asp-IleVVal-Asn-Ile^Ple-Ser-Asn- 
-Arg-Thr-LW^Jhf^Ser-Asn-Leu-Asn- 
.eu-Thr ALy s-Hi s-Thr-Asp-Asp- 
-A 1 a-Asn- 1 1 e-Arjg-Leu-Asp-Ser- Va 1 - 



S er-Leu-Ar g-Me t-G 1 n-G 1 n-A sp-Leu-Me t- Ar g-S er~Ar g-\eu~As p-Thr ~G 1 u- 
Val-Ala-Asn-Leu-Ser-Val-Ile~Met-Glu-Glu (SEQ ID NGL 2 5 91-228); 
Met-Asn-Leu~Asn-Asn-Leu-Asn-Leu-Thr-Gln-Val-Gln-Gln-Arg-Asn-Leu- 
Ile-Thr-Asn-Leu-Gln-Arg-Ser-Val-Asp-Asp-Thr-Ser-Gln-Al^rlle-Gln- 
Arg-Ile-Lys-Asn-Asp-Phe-Gln-Asn-Leu-Gln-Gln-Val-Phe-Leu-Oin-Ala- 
Lys-Lys-Asp-Thr-Asp-Trp-Leu-Lys-Glu-Lys-Val-Gln-Ser-Leu-GlrrsThr- 
Leu-Ala-Ala-Asn-Asn-Ser-Ala-Leu-Ala-Lys-Ala-Asn-Asn-Asp-Thr-L^ 
Glu-Asp-Met-Asn-Ser-Gln-Leu-Asn-Ser-Phe-Thr-Gly-Gln-Met-Glu-AsnV 
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le-Thr-Thr-Ile-Ser-Gln-Ala-Asn-Glu-Gln-Asn- 
Asfe-Leu-H i s~Ly s-Asp-A 1 a~G 1 u-Asn-Ar g-Thr-A 1 a- 
Leu4^u-Glu-Arg-Phe-Gln-Leu-Phe-Glu-Thr-Asp- 
Ser-AsnVI 1 e-Ser-Tyr-Thr-A la-Hi s-Hi s~Leu-Arg- 
Leu-Asn-G\u-Val-Arg-Thr-Thr-Cys-Thr-Asp-Thr- 
Asp-Asp-Leu\Thr-Ser-Leu-Asn-Asn-Thr-Leu-Ala- 
Ser-Val-Ser-Lini-Arg-Met-Gln-Gln-Asp-Leu-Met- 
-Ihx-GliirVaJ-Al^ 

Me t-Ty r-Ser-H i s-As n-Va 1 -Va 1 - 1 1 e~Me t-As n-Le u- 
Thr-Gln-Val-Gln-GlrtrArg-Asn-Leu-Ile-Thr-Asn- 
Asp-As p-Thr-S er~G 1 n-Al a- 1 1 e~G 1 n-Ar g- 1 1 e~Ly s - 
Leu-Gln-Gln-Val-Phe-LeirrGln-^l^Lys-Lys-Asp- 
Glu-Lys-Val-Gln-Ser-Leu^&-Thr-Leu-Ala-Ala- 
Ala-Lys-Ala-Asn-Asn-Asp-Thr-H.eu-Glu-Asp^^t- 
Ser-Phe-Thr-Gly-Gln-W^Glu-AsVlle^Thr-Thr- 



Leu- 
Ile- 
-Ile- 
Thr- 
Leu- 
Asn- 
Arg- 
Glu 
Asn- 
Leu- 
Asn- 
Thr) 
n- 
Asn- 
■lie- 



G 1 u-G 1 n-Asn-Leu-Ly s-Asp-Leu-G 1 n-A^p-L eu-H i s- 

Arg-Thr-Ala-Ile-Lys-Phe^Aisn-Gln-Leu\jlu-Glu- 

Glu-Thr-Asp-Ile-Val-Asn-Mle-Ile-Ser-As^ 

His-Leu-Arg-Thr-Leu-Thr-Ser^srl^eu-Asn-Oiu- 

Thr-Asp-Thr-LeirJlbp^I^-His-Thr-Asp-Asp-Leu^ 

Thr-Leu-Ala-Asn-Ile-Arg-Leu-Asp-Ser-Val-Ser- 

Asp-Leu-Met-Arg-Ser-Arg-Leu-Asp-Thr-Glu-Val- 
Ile-Met-Glu-Glu (SEQ ID NO: 2, 1-228). 



Lys-Asp-Leu-Gln- 

Ly s-Phe-As n-G 1 n- 

Val-Asn-Ile-Ile- 

Le u-Thr-S er~A s n- 

■Thr-Ly s-H i s-Thr- 

I 1 e~Ar g-Leu-Asp- 

Ser-Arg-Leu-Asp- 

(SEQ ID NO: 2 ? 9-228);_or 

Asn-Leu-Asn-Leu- 

G 1 n- Ar g-S er- Va 1 - 

■Asp-Phe-Gln-Asn- 

Asp-Trp-Leu-Lys- 

■ As n-S er~A 1 a~Leu- 
Ser-Gln-Leu-Asn- 
Ser-Gln-Ala-Asn- 

■ Asp^A 1 a-G 1 u-Asn- 

rie-Gln-Leu-Phe- 
Tyr-Thr-Ala-His- 
Arg-Thr-Thr-Cys- 
Ser-Leu-Asn-Asn- 
Arg-Met-Gln-Gln- 
n-Leu-Ser-Val- 
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18. The novel collectin according to any one of claims 13 to 17, which is 
derived from human. \ 
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19. The novel collectin consisting of the amino acid sequence that comprises 
deletio^ substitution and/or addition of one or more amino acids in the collectin 
according^ to any one of claims 13 to 18, and said novel collectin comprises (1) 



Ca 2+ -depen&ent carbohydrate recognition domain (CRD), and (2) collagen-like region. 



20. A vector which comprises the polynucleotide according to any one of the 
claims 1 to 12 in a\rianner that allows expression of the novel collectin. 

21. A host c^ll comprising the vector according to claim 20 in a manner that 
allows the expression. 

22. A probe for ^screening the nov el coll ectin related molecular species 
comprising the polynucleotide^ccording^to any one of c^ims 1 to 12 or a fragment 
thereof. 



23. An antibody having specific immuriefreactivity with the novel collectin 
according to any one of claims 13 to 19. 



24. The antibody according to claihi 23, which is a monpclonal antibody. 

25. The antibody according to claim 23Nqp-24having reduced immunogenicity 
to human. 

26. A method for obtaining a novel collectinVrelated molecular species, 
comprising screening a protein using the antibody according t\any one of claims 23 to 
25. 



27. A method for obtaining a novel collectin and/or derived molecules, 
comprising screening a protein using the antibody according to any one\f claims 23 to 
25. 



28. The method according to claim 26 or 27, wherein said screening is 
expression screening of cDNA library. \ 
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v 29. A method of quantitative determination of a novel collectin and/or derived 
molecutes, comprising measuring an amount of the novel collectin and/or derived 
molecules contained in a test sample using the antibody according to any one of claims 23 
to 25. 

30. Th£\method according to claim 29, wherein said antibody is employed in 
ELISA method. 



10 
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3L AJkit for ^uantr^ a_novel collectin and/or derived 

molecules, comprising the antibody according to any one of claims 23 to 25, wherein an 
amount of the novel collectin and/or derived molecules in a test sample is measured by 
ELISA method using the antibodj 



32. A method for obtaining a novel collectin and/or derived molecules, 

/ \ 7 

comprising isolating a novel c;ollectin\and/or derived molecules using the antibody 

according to any one of claims (23 to 25. 

i 

33. The method according to claim 32, wherein affinity chromatography by a 
support bound with said antibod^knd/or immunoptecipitation is utilized. 
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34. The method acgordingJ^claMr32 or 3 3 Comprising expressing the novel 
collectin from the polynucleotide according to any one of claims 1 to 12 prior to the 
isolation step. 

35. A transgenic non-human animal that is stabV introduced with a 
recombinant gene comprising the polynucleotide according to any 6^e of claims 1 to 1 2 
into the chromosome, and that can express a novel collectin. 
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36. A transgenic non-human animal wherein introduction of a j^ene is effected 
in a non-human animal comprising a homologue of the novel collectin according to any 
one of claims 13 to 19 5 in a manner to modify the gene expression of said homologue. 
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37. A knockout 
a homologue of the novel co 
non-human animal comprising 
saidhomologue. 




imqial that is obtained by altering a gene encoding 
according to any one of claims 13 to 19 in a 



e, in a manner to inhibit the expression of 




